The transcriptional profile, temporal, spatial and functional roles of PDGFα GFP expressing fibroblasts were examined at different stages of acinar lung development using RNA-Seq, confocal microscopy and flow cytometry, respectively.
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Data
The data presented herein are representative of the key stages of acinar lung development and define the developmental role of lung interstitial fibroblasts expressing platelet-derived growth factor alpha (PDGFRα). Cells expressing PDGFRα were analyzed at E16.5, E18.5, P7 and P28. The spatiotemporal localization of PDGFRα GFP E18.5 at (Fig. 1) demonstrates the relationship of PDGFRα þ fibroblasts to proximal and distal saccular lung structures. Flow cytometry using direct flow cytometry of whole-lung single cell suspension preparation and selection by differential adherence in tissue culture to enrich and analyze PDGFRα þ fibroblast populations is presented in Fig. 2 . PDGFRα GFP expression was assessed at E16.5, P7, and P28 for GFP dim and GFP bright sub-populations. For the two distinct sub-populations present at P7, the relative abundance of myofibroblasts (αSMA þ ) and lipofibroblasts (LipidTOX þ ) within each population is presented (Fig. 3) . Fig. 4 shows data on temporal changes in neutral lipid, αSMA, proliferation, and cell surface expression of CD34, CD29, and Sca-1 in (Table 2) , and changes in contractile gene expression in PDGFRα þ fibroblasts (Table 3) .
Additionally, data from computational transcription factor binding site analyses (Table 4) , ChIP-Seq enrichment profiles (Table 5) , and promoter sequences of individual genes dynamically expressed by PDGFRα þ fibroblasts during acinar lung development. The three transcription factors identified by
ChIP-Seq analysis are presented in Table 6 .
Experimental design, materials and methods

Animals
B6.129S4-PDGFRα tm11(EGFP)Sor
/J mouse-line herein designated PDGFRα GFP [2] , with PDGFRα promoter driving the expression of the H2B-eGFP fusion gene were used for immunohistochemical, differential plate-down, and flow cytometry analyses. Mice lacking the PDGFRα GFP tag were used for PDGFRα þ cell RNA-Seq analysis.
Confocal microscopy
Lung tissues were harvested, fixed with 4% PFA in PBS and frozen. Tissue was sectioned into 200 μm slices and stained with anti-αSMA (Sigma-Aldrich, St. Louis, MO), Pro-SPC and chicken polyclonal anti-GFP antibody (Abcam, Cambridge, MA). Data was analyzed by Imaris software, version 7.6.
Characterization of PDGFRα
GFP Cells by flow cytometry in plate-adhered or suspension cells
Lung tissue from PDGFRα GFP mice was harvested, processed into single cell suspension as previously described [3] . Cells were incubated in Dulbecco's DMEM/F12 (10% FBS, 2% pen/strep) after 2 h of culture, the media containing the non-adherent cell fraction was collected, and the adherent 
Bioinformatics data analysis
RNA-Seq data was quantitated using TopHat and Cufflinks [4] , genes were included with the expression level (FPKM) was more than 1 in all samples. Bayesian Analysis of Time Series (BATS) identified genes as differentially expressed at one or more timepoints, co-regulated genes were identified by using pattern recognition using STEM and grouped into Gene expression profiles. Gene expression profiles were subjected to gene set enrichment analysis with Toppgene and Toppcluster [5] [6] [7] . 
Transcription factor promoter enrichment analysis
CD45 þ , CD326 þ , CD31 þ ,
CD140a
þ stromal and CD140a neg stromal cell lineages. Proliferation, αSMA, lipid, CD29, CD34 and Sca-1 expressions of CD45
(canalicular), E18.5 (saccular), P7 (early alveolar), P21 (mid alveolar), and P28 (late alveolar) stages of acinar lung development. Data is presented as the relative percentage of cells within each individual cell lineage. Table 6 Genes identified in the ChIP-Seq enrichment analysis and differentially expressed in CD140 þ cells. ACTN1  ANAPC5  1110004F10RIK  1700016K19RIK  ACTR2  AP2M1  1700020I14RIK  ACAA2  ANXA6  ATP5B  2700081O15RIK  ACO2  AP3B1  ATP6V0C-PS2  6820431F20RIK  ACTN4  API5  BRD2  ACAT1  ADD1  ARPC1B  CALD1  ADNP  ADIPOR1  ARPC2  CALU  ANKRD11  AHCYL1  ARPC5  CBX3  ANKRD17  AKAP12  ATP5C1  CDK11B  ANP32A  ANO6  B230219D22RIK  CFDP1  ATF7IP  AP2B1  BCLAF1  CNN3  ATP5J  ARF4  CALM2  CXCL12  ATXN2L  ARHGAP1  CALM3  DDX1  BAZ1B  ARHGDIA  CANX  DDX3X  BC005537  ARL8B  CAPRIN1  DHX15  BPTF  ASAH1  CAPZA1 DLD BZW1 ATL3 CAPZA2  EIF5  CCND2  ATP1A1  CAPZB  FKBP10  CCNI  ATP1B3  CCNY  FOXF2  CDC123  ATP2A2  CDC42  FSTL1  CDK6  ATP6AP1  CFL1  FZD1  CDV3  ATP6V0D1  CHD4  GSK3B  CLINT1  ATP6V0E  CKAP4  GTF2A2  CNN2  ATP6V1A  COMMD3  GTF3C6  CNOT1  BAG1  COPS5  HDAC2  COPZ2  BAG6  CORO1C  HNRNPH1  CPD  BCAP31  CSNK1A1  IDH3B  CRTAP  BRD7  CUL3  IMMT  CTCF  CALM1  CYC1  ITSN2  CTDNEP1  CAPNS1  DDX39B  KTN1  CTDSP1  CAST  DENND5A  LGALS1  CUL1  CCDC47  DHX9  MDH2  CUX1  CCNDBP1  EID1  NARS  CXXC1  CCNT1  EIF3C  NCOR1  DDB1  CD164  EIF3D  NDUFA10  DNAJC10  CD47  EIF4G2  NRD1  DNAJC7  CHMP2A  EIF5B  NSMCE2  DNMT3A  CHTOP  EPB4.1L2  NXF1  DNTTIP2  CIR1  ERH  PCNP  EIF2S3X  CLIP1  EWSR1  POMP  EIF3G  CLN5  FBXO11  PPP4R2  EIF4A3  COPA  FKBP1A  PRCP  EIF4G3  COPE  FLNA  PRDX2  ELK3  COPG1  FUS  PSMB5  ERBB2IP  CR1L  GDI2  RCN2  ESF1  CRIPT  GHR  RHOA  EXT2  CSNK1G2  GLUD1  RNF4  FAM120A  CTDSP2  GNB1  RTN4  FAM193A  CTNNB1  H3F3A  SDCBP  GALNT1  CTSA  HMGB3  SETD5  GINS4  CTSB  HMOX2  SLC25A3  GNG12  CTSD  HNRNPA0  SND1  GNG5  CUTA  HNRNPA2B1  SNRNP200  GOLGA7  DAP  HNRNPDL  SNRNP70  GPBP1  DAZAP2  HPRT  STRAP  GSK3A  DCTN4  HTATSF1  TAF13  GTPBP4  DCTN6  ID3  TRP53  H1F0  DDOST  IK  TUBB6  HDGF  DEGS1  ILF3  VDAC3  HIC1  DHRS1  IVNS1ABP  VIM  HIPK2  DNAJA1  KANSL1  YBX1  HMGN1  DNAJB11  KHDRBS1  YEATS4  HNRNPA3  DPP8  KLF3  ZFP207  HNRNPH2  EGLN1  KPNB1  HNRNPLL  EIF4EBP2  LEO1  HNRNPUL1  EIF4ENIF1  LRRC59  ILK  ELK4  LSM14A  KLHDC2  ELOVL5  MBD2  KLHL9  EMC3  MFSD1  LARP4B  EMC4  MSL1  LASP1  EMC7  MYH9  LIX1L  EP300  NCBP2  LSM12  ERGIC3  NDUFA12  MAP4  ERP29  NEDD4  MAP7D1  ESYT1  NUP62  MAPK1IP1L  ETFA  P4HB  MAPKAP1  FADS1  PABPC1 MAPRE1 FAM114A1 PAICS  MAPRE2  FBXO22  PCBP1  MIDN  GANAB  PCBP2  MRFAP1  GM13363  PFN1  MTDH  GM6644  PNRC2  MTSS1L  GOLGA4  POLR2A  NDUFS2  GORASP2  PPP1CC  NONO  GRN  PPP1R12A  NRBP1  GTF2B  PPP3R1  NUCKS1  H2-K1  PRELID1  PABPN1  HADHA  PRKAR1A  PAPOLA  HADHB  PRPF40A  PCM1  HAX1  PRPF4B  PDCD5  HDLBP  PRRC2A  PDS5A  HECTD1  PSMD11  PICALM  HIAT1  PSMD12  PITPNA  HIPK1  PSMD6  POLR2M  HNRNPUL2  PTBP1  PPP1CA  HSP90B1  PTP4A2  PSMA7  IFITM2  PTPN12  PSMC2  IFT20  QK  PSMD1  IQGAP1  RAB10  PTBP3  IRF2BP2  RAB14  PTCH1  ITFG1  RAB6A  PTOV1  JAGN1  RAC1  PUM2  KCMF1  RNF187  RAD21  KDELR2  RNF7  RAP1A  KIF1B  SCAF11  RBBP6  KLF6  SENP6  RERE  KMT2E  SH3BGRL3  REST  KRCC1  SH3GLB1  RRP1  LAMP1  SLTM  SETD8  LAMTOR5  SMC6  SHFM1  LGALS9  SRP72  SHOC2  LIMA1  SRRM1  SKAP2  LIMS1  SRSF2  SKIV2L2  LMAN1  SRSF3  SLK  MAPK3  SRSF5  SMARCA4  MAT2A  SSR3  SMARCE1  MAX  STAG1  SMO  MEF2A  STMN1  SNAI2  MLF2  STX12  SNHG5  MYL12A  SUPT16  SNX4  NBR1  TAB2  SP1  NCOA4  TBL1X  SPIN1  NCSTN  TCF12  SUCLG2  NDFIP1  TFG  SYNCRIP  NFE2L1  THRAP3  TCEA1  NFIX  TMED9  THOC7  NISCH  TMEM123  TOMM22  OCIAD1  TMEM131  TPR  PAFAH1B2  TMEM234  TSPAN3  PDHB  TMPO  UBE2E3  PDIA4  TOP2B  UBE2I  PDZD11  TRIP12  UBE2V1  PHLDA1  TTC3  UBE4B  PLXNB2  TUBA1A  USP47  PPP2R1A  TUBB5  UTP3  PPT1  VAMP3  VCP  PSMC5  VDAC2  WAPAL  PTPRS  WDR1 WDR26 RAB1 SIRT2  SMDT1  SNAPIN  SRPR  STAU1  STT3A  STT3B  STX4A  STX5A  SUPT6  SWI5  TAGLN2  TAOK1  TCF25  TECR  TLN1  TM9SF2  TMBIM6  TMED10  TMED2  TMOD3  TOR1AIP2  TRAPPC6B  TRP53BP2  TUBB4B  TXNDC5  UBR5  UBXN4  UGP2  USP16  USP8  VGLL4  VPS25  VPS28  YWHAG  ZFP106  ZMIZ1  ZYX To identify potential candidate genes in PDGFRα þ fibroblasts regulated by NRSF/REST, CTCF, or MAX during acinar lung development, we cross-referenced the dynamically regulated genes identified by our present RNA-Seq analysis with the above, previously-published gene sets [1] .
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